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     15605848|Aquifex_aeolicus -----------------------------MQEKYNFGKVSSQHKNYSKIETMLRPKGFDKLDHYFRTELDIDLTDETIELLLNSVKAAFGKLFYGAEQRARWNGRDFIALADLNITKALEEHIKNFQKIEQDMGVDELLEYIAFIPPVEMNVGEDLKSEYRNIMGGLLLMHADVIKKATGERK---PSREAMEFVAQIVDKVF   171
     14916752|Aquifex_aeolicus -----------------------------MQEKYNFGKVSSQHKNYSKIETMLRPKGFDKLDHYFRTELDIDLTDETIELLLNSVKAAFGKLFYGAEQRARWNGRDFIALADLNITKALEEHIKNFQKIEQDMGVDELLEYIAFIPPVEMNVGEDLKSEYRNIMGGLLLMHADVIKKATGERK---PSREAMEFVAQIVDKVF   171
258653734|Nakamurella_multipar ------------------------------------------------------MAGIPEVKKFFREAGDINVDKSDIARFRAFVDQKIDDIAVSARDNAHWNNRDVIAPQDLPITKGLQERMREFGKLETAGDMRDWIGQTLRRPPGDVTFGEETEDVLTEVFGGLSVGLARSFRIVDPEVSN--PNTGHWERASTLFGLLV   147
  226359796|Rhodococcus_opacus ------------------------------MTFPGGIGEDDHLMDGSEVGSHRSLMTFDQFEDIFRVAASIGVVRDDFHRFDDVVTGKLYDLLLVAQSDAAAQHRNVIELTDLPITRGLQENIGLFRELGPHLRAGPILERLTDYPPLGGALATDTRSGLPDITGGLSVALARTFRIVYPELRTLRARTTHWALVSTLVDLYL   173
  111017273|Rhodococcus_jostii -------------------------------------------MERAEAGSRGTLMTFDQFADIFRDVASLGVVREDFHRFDDVVTAKLYDLLLVAQESAAAQHRHIVEPTDLPITRGLQENIGLFRELGPGLRVDPIVERLADYPPLDGILATETRSGLADITGGLSVALARTFRVVYPELRTVRARTTHWSVISTLVDLYL   160
  111025111|Rhodococcus_jostii ----------------------------------------------------MTVMDVAAFQRLFRRAAGIDVDGTDLTRYNAVVTRKLYDLLLAGQASAASHRRYIIEPEDLPITPGMQTNIRIFASFEHRIELERILAQLALYPPLDRIPATETKALFPDIVGGLSVAPARTLAIVHPGIAA--PQPEHWEKLRTLIDLYL   149
   152989766|Nitratiruptor_sp. ----------------------------------------------------MAVVGFHHLEELFRRGASLDIKKGHAKEVTDIVEQKLYDLLLMGQKAAKYNNRDVIWKYDLPITKGLEETINEFKKLEQEIELKDILERLATYPPL-LELEAELEKSLPEIVGGLTLVLARIMKKLDEENRS--VTHELIEKAKSVMDLTL   148
225850614|Persephonella_marina ----------------------------------------------------MAVVGASKIEALMRKAAGLDIEKSKVKEITDIVEKKLYDLLLIGERNANYNNREVIWESDIPLTKGFLESMKKFVKLEEEIAIEDVLNFLATMPPLKYPLEAELEKRLPEIVGTLIYILALLIKEIAPGERK--PSVEDIQKAGKILDLTM   149
149194018|Caminibacter_mediatl ---------------------------------------------------MARVVGFKKIEAVFRKAAGIDLDKSKADEIIDIVEKKFHDMLLVAVEKAGYNGRDVIMEPDMPVTKGFEESLRQFKELEEEVELQDVLQFLEQIPPLKYPISAELEAKLPEYIGALMLIIARVLKEIGAGRK---PSKEDIERTSRILDLTL   149
224372171|Nautilia_profundicol ---------------------------------------------------MARVVGFKKIEAVFKKAASLELDKSKADRIIDIVEKKFHDLLLVAVEKTGYNGRDVIQPADMPLTRGFEESIREFKKLEEEVDLKDVLLYLEQIPPLKYPISKELEEVLPEYIGALMLIVARVLKQIGAHKK---PSVEDIEKAERILDLTL   149
298528568|Desulfonatronospira_ ---------------------------------------------------MTQIFGGKKFEALFRNAAGLDMDKSDLKRLYEVVNQKMHDMLEMGVVTAQANGRDVIQFYDLPITMAFKEQLREVREYDETLNLEPILEQLATLPKLKLDYSSEVENALPELTGAITVALAKMFKAVNPELKN--PKPQDWEKVISVFNILI   150
   218297184|Thermus_aquaticus -----------------------------------------------------MLMKIAEFEKLFRLAAGLDVDKEDLKRLSDFLRNKIHDLLVVAERNAKYNGRDIIFEPDLPITKGLQETIREFRQMDVALELKPVLDALAALPPLDLTVSEDVERLLPEIAGALVVAYARVLKELDPVLKN--PQTQHHERAERVFNLLL   148
 46199417|Thermus_thermophilus -----------------------------------------------------MLMKVAEFERLFRQAAGLDVDKNDLKRVSDFLRDKLYDLLAVAERNAKYNGRDLIFEPDLPIAKGLQETLQEFRRMDTALELKPVLDALAALPPLDLEVAEDVRNLLPELAGALVVAYARVLKELDPALKN--PQTEHHERAERVFNLLL   148
 55981448|Thermus_thermophilus -----------------------------------------------------MLMKVAEFERLFRQAAGLDVDKNDLKRVSDFLRNKLYDLLAVAERNAKYNGRDLIFEPDLPIAKGLQETLQEFRRMDTALELKPVLDALAALPPLDLEVAEDVRNLLPELAGALVVAYARVLKELDPALKN--PQTEHHERAERVFNLLL   148
  239917553|Micrococcus_luteus ---------------------------------------------------MAKIIGVSKFERLFREAAGLDVDKNDLARLNDFVRQKVYDLLLAAQATAKDNQRDVIQLHDLPLTLGFKESMRAFDGLDTALELQPILDQLVALPPLDLAYSYEMEAESPRLVGGLTVALARAFKILDPKVKN--PQSVHWERAMAIFDLLF   150
268316857|Rhodothermus_marinus ---------------------------------------------------MAGLMAVSKFERLFRMAAGLDVDKDDLKRLSEFVRQKIYDLLLAAQATAEANGRDIIEVHDLPITNGLRESIRAFEALDTELELEPILEHLAELPPLRLGYSYEVETELPRLVGALTVALARAFKILDPEVKN--PQPLHWERAMEIFNLLL   150
  75812806|Anabaena_variabilis ----------------------------------------------------MSVISISKFERFFRTVAGLDVDKNDLKRYSDFVNHKTYDLLLRGQATAKANGRDIIEPFDVPITKGLEERIHNFKEINEEIELKPILDYMTTRPLLDLDYSKETEARLPDIVGGLSVALARTFKIIDPDLKN--PQTMHWERAFSIFDLLL   149
  186683248|Nostoc_punctiforme ----------------------------------------------------MSVISISKFERFFRTVAGLDVDKNDLKRYSDFVNHKTYDLLLRGQATAKANGRDIIEPFDVPITKGLEERIHNFKEINEEIELKPILDYMTTRPLLDLDYSKETEARLSDIVGGLSVALARTFKIIDPALKN--PQTMQWERAFSIFDLLL   149
108803522|Rubrobacter_xylanoph ----------------------------------------------------MAVIGVSRFERLFRAAAGLDVDKDDLKRYSDFVNKKLYDLLLVGQAAASANGRDVIEPWDLPITRGLEESIDEFRGLEEELELRPILEQLAALPPLRLDYSAETEGRFPEIVGGLSLALARTFRLLDPEVKN--PRSEHWERAFRVFDLLL   149
262204261|Gordonia_bronchialis ----------------------------------------------------MPVMGTAKFQRFFRAAAGLQVDRNDLKRYTDFIDDKIYDLILIGKASAKANLRDVIEPWDLPITKGLQESIHRFEKLDEEIELQPLLDQLAARPSLDVALSEETEQRLPLIAGGLSVALAHTFVTVEPDRKN--PGTAEWNVALDIFHQLL   149
229491317|Rhodococcus_erythrop -------------------------------------------MNTSKGADDMPVMGTVKFQRFFRAAAGLQVDRNDLKRYTDFIDDKIYDLILIGKASAKANLRDVIEPWDLPITKGLQESIHRFEKLDEEIELQPLLDQLTARPPLDVALSEETEQRLPLIAGGLSVALAQTFATVEPDRKN--PGTAQWTVAFDIFHLLL   158
  111023659|Rhodococcus_jostii ----------------------------------------------------MPVMGTVKFQRFFRAAAGLQVDRNDLKRYTDFIDDKIYDVILIGKASAKANLRDVIEPWDLPITKGLQESIHRFEKLDEEIELQPLLDQLTARPPLDVALSEETEQRLPLIAGGLSVALAHTFVTVEPDRKN--PGTAEWNVAFDIFHLLL   149
         312200235|Frankia_sp. ----------------------------------------------------MPVMGVSRFERFFRTAAGLDVDKNDLKRHNEFVNDKLYDLLVIARATAKANLRDVIEPWDLPITKGLQESIHRFRRLDEEIELSPILEQIAARPPLEIALSEDTSTRLPLIAGGLSLALAEAFTILEPDVRN--PGTEEWARASRIFNLLL   149
        111222028|Frankia_alni ---------------------------------------------------------MTRFERFFRIAAGLDMDKNDVKRYGDFVNNKVYDLLLMAQATAKANVRDVIEPWDLPITKGLQESIHHFRDLDEEIELRPILEQIAARPPLDLALSDDTAARLPLIVGGLSLALARAFTIIEPELKN--PGPSEWERVSRIFDLLL   144
29833774|Streptomyces_avermiti MLLCQGKRGCPFSAWGAEALSRGLCESRPGNSRWRRGRERTTSSVPGEEARGMTVMGVSKFERFFRAAASLDVDKNDLKRYGDFVDAKLYDLLVVGQASAKANGRDTVEPWDLPITKGLQESIHRFRQLDEEVELKPILEQLAAHPPLDRTPTQETEERYPEIIGGLSVALAETFKILYPDVKN--PQTSHWEGVTAVFDRLL   201
256806778|Streptomyces_viridoc ----------------------------------------------------MTVMSIARFERFFRAAAGLNVDKNDLKRYSDFVDAKLYDLLTVAQATAKANGRDIIRTCDLPITKGLQESIHRFRKIDQEVELKPILEQLATHPALDRTPDEETEAAYPDIVGGLSLALAQSFKILHPDLKN--PQTQHWDEARAVFDLLL   149
307330140|Streptomyces_violace ----------------------------------------------------MTVMSVPRFERFFRAAAGLDVDKNDLKRYSDFVNDKLYDLLLIAEATAKANTRDVILPWDLPITKGLQESIHRFRALDQEIELKPILDQLTAHPALDRMPDADTEARYPEIIGGLSLALAQTFKIVYPDLKN--PQTQHWESVGRLFDLLL   149
302546997|Streptomyces_hygrosc --------------------------------------------------MTMTVMSVPRFERFFRVAAGLDVDKNDLKRYSDFVDAKVYDLLLIAEAVAKANTRDVILPCDLPITKGLQENIHRFRDLDHEIELKPILDQLVRHPPLDRAPDDATEARLPEIVGGLSLALAKAFKIIYPDLKN--PQTKHWETVWPLFDLLL   151
256780969|Streptomyces_hygrosc ----------------------------------------------------MTVMSVPRFERFFRVAAGLDVDKNDLKRYSDFVDAKVYDLLLIAEAVAKANTRDVILPCDLPITKGLQENIHRFRDLDHEIELKPILDQLVRHPPLDRAPDDATEARLPEIVGGLSLALAKAFKIIYPDLKN--PQTKHWETVWPLFDLLL   149
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